Differences between genotypes were generally larger under water stress conditions. The significance of treatment and block effects was calculated using the Block*Treatment as error (df = 2) and the significance of Genotype and Treatment * Genotype using the residual error (df = 4). The four NDVI measurement were taken before the breakage of the irrigation pipeline, so are not affected by this accident. This approach is very conservative and the correct P value is between the two estimates. This does not affect the significance of the differences between genotypes, which is the main objective of this analysis. Supplementary Table S11. Total root length density contrast. The previous analysis (Table   S10 ) has limited degrees of freedom for genotype (1= 12= 2), so we performed an alternative ANOVA including the four genotypes and a statistical contrast between the lines with distal rye and wheat segments (1= 1,2= 6). Within each experiment, data was analyzed as a split plot with genotype as main plot and days as subplot (using conservative df, indicated in blue). The three experiments were combined in a single analysis using experiment as block and replications nested within experiment (Fig. 4B ). P values from transformed data to the power of **1.7 to improve normality of residuals.
